The RAD-Seq libraries were created by Huashibaiao Biotech Company (Beijing, China) to generate the simple sequence repeat (SSR) information. Our selections were di-, tri-, and tetranucleotide motifs with flanking regions larger than 100 bp and a minimum of 10, six, and four repeats, respectively. A total of 165 primer pairs, which were designed using Primer Premier 5.0 (PREMIER Biosoft International, Palo Alto, California, USA) and synthesized by Sangon Biotech (Shanghai, China), were obtained and tested for amplification. We attached the universal M13 sequence (TGTAAAACGACGGCCAGT) tag to the 5′ end of the forward primer using the method described by Schuelke (2000) to label the products with fluorescence. Designed primers were tested on 65 samples of A. lehmannianus. To examine cross-species amplification, 10 individuals each of A. arpilobus and A. oxyglottis were collected from the Gurbantunggut Desert in the same general locality from which samples of A. lehmannianus were collected. PCR was performed in a total volume of 25 μL containing 1 μL of template DNA with an initial concentration of 100 ng/μL, 7.9 μL of ddH 2 O, 12.5 μL of 2× Power Taq PCR MasterMix (TIANGEN, Beijing, China), 0.4 μL of TP-M13 forward primer, and 1.6 μL of each reverse primer and universal M13 sequencing primer labeled with either HEX or 6-FAM. All candidate primer pairs were tested by a touchdown PCR protocol in the following procedure: 94°C for 4 min; 10 cycles of 94°C for 40 s, 65-55°C (Δ1°C touchdown per cycle) for 50 s, 72°C for 40 s; 30 cycles of 94°C for 40 s, 55°C for 45 s, 72°C for 1 min; and a final extension at 72°C for 6 min. The amplified products were tested on 1.5% agarose gel and 6% polyacrylamide gel. The size of the amplified fragments was measured with an ABI 3730xL Genetic Analyzer (Applied Biosystems, Waltham, Massachusetts, USA), and allele sizes were scored using the software GeneMarker version 1.51 (Applied Biosystems).
Twelve polymorphic microsatellite markers were developed and used on 65 individuals of A. lehmannianus from different populations (Table 1 ). An additional 13 monomorphic microsatellite markers were developed but not used (Appendix 2). Population genetic parameters, including number of alleles, levels of observed and expected heterozygosity, the inbreeding coefficient, and departure from Hardy-Weinberg equilibrium, were calculated using GenAlEx version 6.5 software (Peakall and Smouse, 2012) . Linkage disequilibrium was analyzed with GENEPOP version 4.6.9 (Rousset, 2008) .
The 12 loci were polymorphic in the three populations, with two to 11 alleles (mean 5.17) in population G, two to 10 alleles (mean 4.92) in population C, and one to five alleles (mean 2.83) in population J. The levels of mean observed and expected heterozygosities, respectively, were 0.507 (range 0.107-0.893) and 0.566 (range 0.249-0.827) in population G, 0.547 (range 0.094-0.938) and 0.505 (range 0.253-0.792) in population C, and 0.567 (range 0.000-1.000) and 0.497 (range 0.000-0.800) in population J (Table 2) . A total of nine loci in population G and eight loci in population C deviated from Hardy-Weinberg equilibrium. This deviation may be due to inbreeding or a low number of samples selected for the study. There was no evidence of linkage disequilibrium between any loci in any of the three populations, indicating that all of the loci were independent and could potentially be used in studies of genetic diversity.
Cross-species amplification using the microsatellites developed for A. lehmannianus was successful for two of the 12 loci (AL42 and AL53) in A. arpilobus and for five of the 12 loci (AL26, AL41, AL50, AL52, and AL54) in A. oxyglottis (Table 3) . This weakly successful cross-species amplification may be due to the relatively high genetic differentiation among the three species. Deviation from Hardy-Weinberg equilibrium: *P < 0.05, **P < 0.01, ***P < 0.001, ns = not significant. -AL43  --AL50  -134  AL52  -136  AL53  136  -AL54  -130-148  AL59  --AL65 --Note: -= failed amplification. a Locality and voucher information are provided in Appendix 1.
